The annotated draft genome sequences of two recent Saccharibacter sp. strains isolated from honey and a honey bee stomach in 2014 are reported here. Currently, two Saccharibacter whole-genome sequences are available in databases; thus, the sequences of our new isolates will contribute to a better understanding of Saccharibacter genomes.
revealed the presence of 13,145-bp and a 7,488-bp plasmids in Saccharibacter sp. M18 without significant sequence homology to hitherto-known plasmids.
The 16S rRNA gene sequences previously suggested that strains 3.A.1 and M18 can be classified as Saccharibacter spp., which was confirmed by the analyses of six further genes (gyrA, gyrB, dnaJ, recA, rnaP, and groEL). Our draft genome sequences may offer better insight into the origin and evolution of this lesser-known group of bacteria. Accession number(s). The draft genome sequences of Saccharibacter sp. strains 3.A.1 and M18 genomes have been deposited in the NCBI GenBank database under the accession numbers MNPT00000000 and MNPS00000000, respectively.
